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Abstract: With the application and development of the next generation sequencing technique, the
researches of genomics are constantly updating, which finds out new solutions and technologies to
genomics. The genome sequencing is competent to learn the population evolution, gene composi-
tion and gene regulation deeply,especially the application and development of genome resequenc-
ing technology,which makes the genome research come into being a new era in multiregion, diver-
sification and multifunction. Nowadays the next generation sequencing technique has made a large
progress in mutation detection,fine mapping of important genes,genetic map construction,analy-
sis of population evolution,and so on. The review states application status and development tend-
ency of whole genome sequencing technology and reduced-representation genome sequencing tech-
nology in animal genome resequencing.
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